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RSV genome

A FilamentouOrthopneumovirus

A 15.2 kbp genome

A Single stranded negative sense
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https://www.immunology.org/public-information/bitesized-immunology/pathogens-and-disease/respiratory-syncytial-virus-rsv

RS\ virion structure
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RSV Glycoprotein (G)

Gene encoding G defines RSV A/B
Heterogeneous sequence

Two large mucirg like domains; antigen
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RSV G gene Is the most variable in the genome (F is more
conserved)
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The fusion (F) protein exists in two or more structural
forms exposes different antigenic regions

Postfusion RSV F

Neutralizing
potency
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RSV G gene Is used to defined RSV genotypes

(Percent sequence variability
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Number of RSV sequences@enbankby genotype as of 2017

Genotypes
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Number of Sequences
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RSV A and RSV B genotypes by year of sample collection
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Some sequence variability is observed in RSV F, more
observed in B viruses

RSV B
a2,03,63,84 o Il

Proportion total viruses
Synonymous  Non-Synonymous

0 100 200 300 400 500

Hause et al. Plos One. 0175792. 2017




